Supplementary Material Environmental parameters.
A description of the pre-cleaning protocol, the storage and the measurement of nutrients (dissolved organic carbon: DOC (mgC.L -1 ), total nitrogen: TN, and nitrate: NO 3 -(mgN.L -1 )) and dissolved trace metal (Cd, Co, Cu, Ni, Pb and Zn) (nM) concentrations is detailed in Coclet et al. (2017) . Additionally, Trace metal concentrations in seawater samples were analysed also by HR ICP-MS (Element 2, Thermo Finnigan; at IRB, Zagreb). Measurements were performed after dilution of the samples in a 2 % HNO3 solution (dilution factor 10)
spiked with a stock solution of indium as an internal standard (final concentration: 10 µg/L).
Standards of elements were prepared in the matrix matching media (UWSV, DNA extraction, PCR amplification and sequencing preparation. Nucleic acids were extracted by a combination of mechanic and enzymatic cell lysis techniques applied directly to polycarbonate membrane filters using lysis solution (50 nM glucose, 10 nM EDTA, 25 nM Tris pH 8.0), followed by consecutive incubations with lysozyme (20 mg.mL -1 , 37°C, 45 min) and SDS 10% with proteinase K (20 mg.mL -1 , 55°C, 60 min). DNA was purified using
AllPrep DNA/RNA Mini Kit (QIAGEN) according to the manufacturer's instructions (Ghiglione et al., 2009) . DNA concentration was measured using a NanoDrop ND-100.
Microbial communities were characterized using a dual index sequencing approach with primers targeting the V4 region of the bacterial and archaeal 16S rRNA genes. The primer construct consisted of a six-base barcode and the 16S forward primer 515Y
(GTGYCAGCMGCCGCGGTAA) and the 16S reverse 926R
(CCGYCAATTYMTTTRAGTTT) (Parada et al., 2016) . PCR reactions were carried out in a 25 µL reaction mixture composed of DNA sample, GoTaq® Long PCR Master Mix (PROMEGA, France), and 0.1 µM of each primer. PCR reactions were thermo-cycled using the following protocol: 95 °C for 2 min; and 30 cycles at 95 °C for 30 s, 56 °C for 30 s and 72 ° C for 90 s; with a final extension at 72 °C for 10 min. PCR products were then purified with AMPure XP beads (Agencourt Bioscience) and quantified by Quant-iT™ PicoGreen™ dsDNA Reagent (Life Technologies) as described by the manufacturer's instructions. Purified products from samples were pooled in equimolar concentrations. In total, 52 libraries were paired-end (2  250bp) sequenced on the MiSeq (Illumina) at Genoscreen (Lille, France).
Redundancy analysis.
To investigate the overall effects of abiotic parameters on BCC, we performed Spearman rank correlation analysis and redundancy analysis (RDA) of the relative taxon abundances as well as of the relative functional group abundances, against 31 explanatory variables: temperature, salinity, chlorophyll a, DOC, TN (Fig S1) , dissolved oxygen (mg.L -1 and %), pH, eukaryotic phytoplankton (pico-and nanoeukaryotes) abundances (Table S3) , dissolved Cd, Cu, Pb and Zn (Fig S2) , and the 17 chemical elements from Table S2 . Prior to the RDA, the "ordiR2step" function in Vegan (Oksanen et al., 2012) was used to automatically select constraints in the model using forward stepwise selection and Akaike's information criterion with 999 permutation tests at each step. We repeated the forward stepwise selection with the bacterial community from each sampling site. (Oksanen et al., 2012) . In Dang et al. (2015) , the geochemical analysis of Toulon Bay revealed that three-main groups were clearly identified: (i) marine elements (with Sr, notably), (ii) contaminants and (iii) terrigenous elements. Based on this study, all significant explanatory variables were divided into four groups. Thus, firstly, we separated the 'pure contaminants' (A) effect as referring to the trace metals, Ba, Cd, Cu, Pb, Zn, Mn.
Secondly, we separated "terrigenous elements" (B) (Li, Rb, Cs, Al and Fe) and "nutrient and biotic variables" (C) (DOC, TN, chlorophyll a, picoeukaryote and nanoeukaryote densities).
Thirdly, we generated a set of variables related to "other variables" as 'marine tracers" (D)
(V, Sr, Temperature and Salinity). Each group of explanatory variables was tested independently as well as in combination. To verify the robustness of our results for various taxonomic resolutions, we considered the taxonomic composition at the OTU, genus, family, order, class and phylum level. Fig. S1 Map of the studied site Toulon Bay with the location of the sampling sites. Solid and dashed lines represent a seawall and treated sewage submarine outlets, respectively. Tables   Table S1 . Samples characteristics in Toulon Bay. Probabilities are marked as follows '***' p<0.001; '**' p<0.01; '*' p<0.05. Table S4 . The contribution of particular biomarker to the Bray-Curtis similarity index in 41p-Pt15, 41p-MIS, 41p-6ext, Pt15-MIS, Pt15-6ext and MIS-6ext., using SIMPER (similarity of percentage) analysis. The cut-off for low contribution was set at a cumulative contribution of 90%. P, p-value. Probabilities are marked as follows '***' p<0.001; '**' p<0.01; '*' p<0.05. Table S5 . Results for variation partitioning with the environmental variables, which were selected by forward selection in the redundancy analyses (RDAs) (see Figure 4 in the main manuscript). The contribution (%) of each environmental variable and its significance are given. Table S4 . The contribution of particular biomarker to the Bray-Curtis similarity index in 41p-Pt15, 41p-MIS, 41p-6ext, Pt15-MIS, Pt15-6ext and MIS-6ext., using SIMPER (similarity of percentage) analysis. The cut-off for low contribution was set at a cumulative contribution of 90%. P, p-value. Probabilities are marked as follows '***' p<0.001; '**' p<0.01; '*' p<0.05.
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